Unfortunately, Fig. 2 was published with errors. The correct figure is given here:
Amino acid sequence comparison of HIT1 protein with their putative orthologs in C. cerevisiae (Vps53p, accession number P47061), C. elegans (C.e., accession number CAA81595), D. melanogaster (D.m., accession number AAF51022) and H. sapiens (H.s., accession number AAS20944). Sequence alignment was performed with Vector NTI software (Invitrogen, Carlsbad, CA, USA). Amino acids which share identity (black-shaded) and similarity (gray-shaded) are indicated
